ABSTRACT A draft genome sequence is presented for a strain of "Candidatus Phytoplasma asteris" affecting canola plants in Saskatoon, Canada. This phytopathogenic bacterium was determined to be a 16SrI strain and features 16S rRNA-encoding gene sequence heterogeneity.
finished genome sequence was annotated using the Prokaryotic Genome Annotation Pipeline version 3.1 (9) .
The assembled genome of "Ca. Phytoplasma asteris" strain TW1 contained 743,598 bp (28.3% GϩC content). A total of 741 genes were annotated in the genomic sequence, including 457 coding genes, 36 RNA-encoding genes, and 248 pseudogenes. The genome sequence contained two distinct 16S rRNA-encoding genes that were located on a single scaffold. The restriction digestion pattern of one of these genes corresponded to 16SrI-B (F ϭ 1.00) using the iPhyClassifier (10), while the other copy corresponded to 16SrI-A (F ϭ 0.97). The single-copy phytoplasma taxonomic marker cpn60 (11) typed as I-IB (F ϭ 1.00) using random fragment length polymorphism (RFLP) analysis (12) . Other taxonomic markers, including secY, secA, nusA, and rp, were also found in a single copy in the genome sequence. This indicates that "Ca. Phytoplasma asteris" TW1 is a 16SrI strain featuring 16S rRNA-encoding gene heterogeneity (13) .
Data availability. The sequence data for this complete genome have been deposited at DDBJ/EMBL/GenBank under the accession no. QGKT00000000. Raw sequence reads (ONT and Illumina) have been deposited to the NCBI Sequence Read Archive with accession no. SRP154591.
